A new zoarcid fish, Andriashevia
their morphology was described in detail 3, 4, 7, 11) . Recently, PCR amplification was performed using a reaction sequence data of mitochondrial DNA have become a mixture containing genomic DNA as a template, 1.25 widely used tool for addressing phylogenetic unit of Taq DNA polymerase (Sigma-Aldrich Japan, relationships at various levels among fishes 12, 13) . Moller Tokyo, Japan), and Gravuland 8) first drew the genomic phylogenic tree 5 μl of 10×Taq DNA polymerase buffer of Lycodes from mitochondrial cytochrome b and 12S
(Sigma-Aldrich Japan ), 2.5 μl of 10 μM primers, 4μl of rRNA, and discussed the relationship in this genus. The 2.5 mM dNTPs, and the total volume was brought to 50 16S rRNA gene has widely studied for evolutionary μl with sterile water. The thermal cycling profile of PCR studies 5, 6) . In the present study, we describe the exterior consisted of initial denaturation at 95 ℃ for 2 min, morphology of a new species of genus Andriashevia and followed by 40 cycles of denaturation at 95 ℃ for 30 s, locate its position in the evolution of Zoarcidae based on annealing at 49 ℃ for 30 s, and extension at 72 ℃ for 1 min, with a final step at 72 ℃ for 7 min. The PCR products were purified by 2% agarose gel electrophoresis and were subcloned into the pTZ19R vector. After the transformation of these recombinants into XL1-Blue by the calcium chloride method, plasmid DNAs were recovered and their nucleotide sequences were determined using a DNA sequencer (LI-COR Inc., Model 4000) using the GENETYX software system (Software Development Co., Ltd.,). The phylogenetic tree was inferred by the neighbor-joining method 10） .
The total length of the new species is 6.81 cm in this specimen (Fig. 1a) and 11.55 cm in another one. The most distinguished characteristic of the species is that it has no pectoral fins and no pelvic fins (Fig. 1b,c) , indicating genus Andriashevia. The specimen has round body ( Fig. 1d ) in contrast to A. aptera, only one described species in this genus, which has flat body 1) ,
indicating that this is a new species of Andriashevia. A. aptera were collected two times from off Fukushima prefecture 2), northern part of Japan, at the depths of 950-1025 m, while A. natsushimae are collected in Sagami Bay, central part of Japan. Other properties of the new species are; fused right and left gill membranes, forming dermal fold across isthmus (Fig. 1c) ; dorsal fin without notch near its tail end (Fig, 1e) ; eyes located close to each other; convex interorbital space (Fig. 1d) ; no palatine teeth. Homology search analysis of eelpouts was performed The electrophoretic pattern of PCR products to obtain genomic 16S rRNA shows high purity and high yield, enough to be subjected to the process of sequencing (data not shown). There are several differences between the new species and the reported 23 species on the sequence of the 16S rRNA. The phylogenic tree of Zoarcidae 16S rRNA is monophylic and the new species had diverted at the early stage in its evolution (Fig. 2) . Since there are no genomic data of A. aptera, we can not discuss the relationship in this genus. Recently, there are some arguments on genus Andriashevia and it may be combined with other one. However, we can't propose a new genus until we have enough data on the Zoarcidae genes. Further studies on mitochondrial cytochrome b and 12S rRNA genes are now in progress expecting to contribute to taxonomy and phylogeny of Zorarcidae from the viewpoint of molecular biology. The tree topology and branch lengths were obtained by the neighbor-joining algorithm. The outgroup for this analysis was Bathymaster derjugini. In this case, 1000 bootstrap pseudoreplicates were analyzed, and the percent of number indicates the ratio of optimal trees in which this node appeared. The number indicates branch length in substitutions per site.
